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SUPPORTING READ COUNT

Split reads = 3
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SUPPORTING READ COUNT
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Split reads = 188
Discordant mates = 1
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CMT1A duplicated region transcript 4 protein
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Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15438200

0

8939

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 4

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 13
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Split reads = 6
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 142
Discordant mates = 3



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000356091.11

breakpoint1
chr20:58673711

breakpoint2
chr20:58693737

0

10759

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3 4 5 6 7 8 9 10 11 12

1 2 3 4 5 6 7 2 3 4 5 6 7 8 9 10 11 12

2 kbp
introns not to scale

STX16

NPEPL1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 81
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SUPPORTING READ COUNT

Split reads = 53
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Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
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Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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Bap31/Bap29 transmembrane region

PDZ domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 3
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Bap31/Bap29 transmembrane region
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SUPPORTING READ COUNT

Split reads = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0


